COMMON NAME

SUBTYPE A:
U455
BZ126B
IBNG
VI59
VI310
VIS7
K112
K88
K29

K7

K98
K89
VI32
VI415
Cl4
LBV23
TN2431
TN245
TN240
Cl20
CI59
LBV2310
Ci51
IC144
DJ258
TN238
UG266

SUBTYPE B:
SF2
BZ167
PH153
PH136
TB132
BZ190
LAI
HXB2R
MN
JH31
JRCSF
JRFL
ovI
NY5CG
NL43
CDC41
HAN
CAM1
RF

D31
uG280
YU2
BCSG3C
P896
3202A12
3202A21

Sequences in thé&agAlignment

LOCUS

HIVU455
HIVBZ126B
HIVIBNG
HIVVI59
HIVVI310
HIVVI57
HIVK112
HIVK88
HIVK29
HIVK7
HIVK98
HIVK89
HIVVI32
HIVVI415
HIVCl4
HIVLBV23
HIVTN2431
HIVTN245
HIVTN240
HIVCI20
HIVCI59
HIVLBV2310
HIVCI51
HIVIC144
HIVDJ258
HIVTN238
HIVUG266

HIVSF2
HIVBZ167
HIVPH153
HIVPH136
HIVTB132
HIVBZ190
HIVLAI
HIVHXB2R
HIVMN
HIVIH31
HIVIRCSF
HIVIRFL
HIVOYI
HIVNY5CG
HIVNL43
HIVCDC41
HIVHAN
HIVCAM1
HIVRF
HIVD31
HIVUG280
HIVYU2
HIVBCSG3C
HIVP896
HIV3202A12
HIV3202A21

ACC # FIRST AUTHOR
M62320  Oram,J.D.
L22083 Louwagie,J.J.
L39106 Howard,R.M.
L11795 Louwagie,J.J.
L11786 Louwagie,J.J.
L11794 Louwagie,J.J.
L11768 Louwagie,J.J.
L11773 Louwagie,J.J.
L11770 Louwagie,J.J.
L11772 Louwagie,J.J.
L11775 Louwagie,J.J.
L11774 Louwagie,J.J.
L11788 Louwagie,J.J.
L11791 Louwagie,J.J.
L11757 Louwagie,J.J.
L11777 Louwagie,J.J.
L03702 McCutchan,F.E.
L11762 Louwagie,J.J.
L11761 Louwagie,J.J.
L11755 Louwagie,J.J.
L11759 Louwagie,J.J.
L11779 Louwagie,J.J.
L11758 Louwagie,J.J.
L11767 Louwagie,J.J.
L11763 Louwagie,J.J.
L11760 Louwagie,J.J.
L11798 Louwagie,J.J.
K02007 Sanchez-Pescador,R.
L11752 Louwagie,J.J.
L11781 Louwagie,J.J.
L11780 Louwagie,J.J.
L03697 McCutchan,F.E.
L11753 Louwagie,J.J.
K02013 Wain-Hobson,S.
K03455 Starcich,B.
M17449 Gurgo,C.
M21137 Komiyama,N.
M38429 Koyanagi,S.
M74978  O'Brien,W.A.
M26727  Wain-Hobson,S.
M38431 Theodore,T.
M19921 Buckler,C.E.
M13136 Desai,S.M.
u43141 Sauermann,U.
D10112 Mclintosh,A.
M17451 Starcich,B.R.
U43096 Dietrich,U.
L11802 Louwagie,J.J.
M93258 Li,Y.
L02317 Ghosh,S.K.
M96155 Collman,R.
U34603 Guillon,C.
U34604 Guillon,C.
II-A-1

NOV 95

HIV1 GAG
REFERENCE
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HIV1 GAG

GAG46
MANC
GAG314
GAG22
GAG15
WEAU160

SUBTYPE C:

uG268
SM145
ZAM18
ZAM19
ZAM20
DJ259
VI313

SUBTYPE D:

ELI
2276
NDK
VI205
G109
K31
uG2r4
uG270
SE365
VI203

SUBTYPE F:

VI1l74
VI69
BZ162
VI325
BZ163B

SUBTYPE G:

LBVvV217
VI191
Jve3l

SUBTYPE H:

VI525
VI557
HYBRIDS:
AD_K124
AD_MAL
AD_CI32
AD_G141
AG_VI35
AG_LBV1
BF_BZ20

SUBTYPE O:

ANT70C
MVP5180
CPZ:
CPZGAB
CPZANT

HIVGAG46
HIVMANC
HIVGAG314
HIVGAG22
HIVGAG15
HIVWEAU160

HIVUG268
HIVSM145
HIVZAM18
HIVZAM19
HIVZAM20
HIVDJ259

HIVVI313

HIVELI
HIVZ2Z6
HIVNDK
HIVVI205
HIVG109
HIVK31
HIVUG274
HIVUG270
HIVSE365
HIVVI203

HIVVI174
HIVVI69
HIVBZ162
HIVVI325
HIVBZ163B

HIVLBV217
HIVVI191
HIVJv831l

HIVVI1525
HIVVI557

HIVK124
HIVMAL
HIVCI32
HIVG141
HIVVI354
HIVLBV105
HIVBZ200

HIVANT70C
HIVMVP5180

SIVCPZGAB
SIVCPZANT

U29413
u23487
u29404
U29255
U29246
U21135

L11799

L11803
LO3705
LO3706
LO3707

L11764
L11787

K03454
M22639
M27323
L11785
L11765
L11771
L11801
L11800
L11797
L11784

L11782

L11796
L11751
L11789
L22086

L11778
L11783
u13212

L11792
U09666

L11769
K03456
L11756
L11766
L11790
L11776
L11754

L20587
L20571

X52154
U42720

Yoshimura,F.K.
Zhu,T.
Yoshimura,F.K.
Yoshimura,F.K.
Yoshimura,F.K.
Ghosh,S.
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McCutchan,F.
McCutchan,F.E.
McCutchan,F.

Louwagie,J.J.
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Spire,B.
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Louwagie,J.J.

Louwagie,J.J.

Louwagie,J.J.
Louwagie,J.J.
Louwagie,J.J.

Louwagie,J.J.
Louwagie,J.J.
Abimiku,A.G.

Louwagie,J.J.
Janssens,W.

Louwagie,J.J.
Alizon,M.
Louwagie,J.J.
Louwagie,J.J.
Louwagie,J.J.
Louwagie,J.J.
Louwagie,J.J.
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Gurtler,L.G.

Huet,T.
Vanden Haesevelde,M.
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Unpublished (1995)
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AIDS 7, 769 (1993)
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Subtype E is not currently represented in GAG.
LBV105, and BZ200 have been identified as likely hybrids in this region.

The sequences K124, MAL, CI32, G141, VI354,

They are presented

with respect to a duplicate of the subtype A consensus.

pl7 ->
I<- membrane binding ->/
mGARaSvLsggkLDaweklrLRPgGKkKkYrIKHIvwAsreLerFalLnPslLeTaegcqqimeQlgsalkT

K | 70

CONSENSUS-A
U455
BZ126B
BNG
VI59
VI310
VI57
K112
K88
K29

K7

K98
K89
VI32
VI415
Cl4
LBV23
TN243
TN245
TN240
CI20
CI59
LBV2310
CI51
1C144
DJ258
CM238
UG266

CONSENSUS-B
SF2
BZ167
PH153
PH136
TB132
BZ190
LAl
HXB2R
MN
JH31
JRCSF
JRFL
oyl
NY5CG
NL43
CDC41
HAN
CAM1
RF

D31
uUG280
YU2
BCSG3C
P896
3202A12
3202A21
GAG46
MANC
GAG314
GAG22
GAG15
WEAU160
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NOV 95

70

70

HIV1 GAG



HIV1 GAG

pl7 -> /<- nls ->/
/<- membrane binding ->/
CONSENSUS-C MGARASlLrGgKLD’?WEkIrLrPGGkKhYMlKHLVWASRELerFAangLLETseGquIlquanIQT 69
uG268 - V T----K C--M G-----S M
SM145 A--R M 70
ZAM18 K-----T. Sl-- 70
ZAM19 X---=-A 70
ZAM20 K AD R--H----- 70
DJ259 K-----S R 70
VI313 D Q--RE---K------- 70
CONSENSUS-D  MGARASVLsGGKLD?WEKIrLRPGgkKKY?LKHiVWASRELeRfaINPGLLETseGCkQligQLgPaiqgt 68
ELI K R Y 70
7276 A R---L D R- 70
NDK T--R A---LI T S--- 70
VI205 Q KS---R K R---E 70
G109 Q--A--R Q A E--H-NL-S 70
K3t B Q-----H---K---memmmm e [------- P------ M---H----- 70
uUG274 E N---K | M LK- 70
UG270 E N---K---L M-----S--- 70
SE365 Q--R K R 70
V1203 T-----S R E----S--- 70
CONSENSUS-F MGARASVLSGGKLDaWEKIrLRPGGkKKYrIKHLvWASRELERFAmPgLLETsEGCrkIIgQLQpSLQT 70
VI174 Q D------ P T---- 70
VIB9 e R---KM---1 LD 70
BZ162 Q# 69
VI325 T S L--S----T----Q--R-------- 70
BZ163B S Q S---- 70
CONSENSUS-G MGARASVLSGGKLD7WEKIRLRPGGKK’>YR’7KHLVWASRELE’)FALNPGLLETTEGCQQI”QLQP’)LQT
LBV217 K--M R LQ----S--- 70
VI191 A Q--I K MR----A--- 70
CONSENSUS-H MGARASVLSGG’>LDAWEKIRLRPGGKK'7YRLKHLVWASRELERFALNP’7LL’7T’>EGCLQ?IEQLQPALKT
V1525 R Q G--E-S-----|-------—-- 70
VI557 K K D--D-A-----L---------- 70
CONSENSUS-O  MGA?ASVLTGSKLDAWE?IRL?PGSKK?YRLKHLVWASRELER?ACNP?LLETAEG?E?LLQQLEPALKT
ANT70 —=-Seemee QK- F----E N- 70
MVP51 --R R---R----- A Y----G T-Q 70
CONSENSUS-A mGARaSvLsggkLDawekIrLRPgGkKkYrIKHIvwAsreLerFaLnPslLeTaegcqqimeQlgsalkT 70
AD_K124 T S--- 70
AD_MAL G----G T--- 70
AD_CI32 R K S-----LI--F--T-G- 70
AD_G141 = - D----Q-----T-R-K-------mmmemem D------ S---K--LG---P---- 70
AG_VI354 - [ KR-------om Ql--l-----K--K-==-G =Ko 70
AG_LBV105 T M G L----PSV-- 70
BF_BZ200 E--K A-K---1 V——G————S———RK IG---PS-Q- 70
CONSENSUS-CPZ MGA?ASVL?G?KLD?WE??RLRPGG?K?YM?KHLVWA??EL?RFA????L?E??EGC?K???QL?P????
CPZGAB ---R----T-G---R--KV------ R-R--M------ SR--E---CDPG-M-SK---T-LLQ--E-ALKT 70
CPZANT ---G----R-E---T--S|------ K-K--]------ RS--Q---LSSS-L-TS---E-AlIH--S-SIEI 70
11I-A-4

NOV 95

42

63

64

62



/<- nls ->/
CONSENSUS-A g?eEIkSLthvatLychqudkatKeAIdklEelquskqk’7’>’7’>’7’7tqqaaA .?T.gs?..sskv
U455 ..N
BZ126B
BNG
VI59 -T---R----A--V
VI310 -T---R--—--I-V
VI57 -T V
K112 -T---R
K88 -T---R
K29 -T---R
K7 -T---R--Y
K98
K89 Q N
VI32 K . 128
vi4ls STl Ye e KN G- -N.. --N- 128
Cl4 Q —--.D--N..-RQ- 126
LBV23 128
TN243
TN245
TN240
Cl20
CI59
LBV2310
CI51
IC144
DJ258
CM238 . G-
UG266 . . 126

CONSENSUS-B  GsEEIrSLYNtvAtlYCvHQrlevkDTKEALJKIEEEQNKSKKK...... aqgaaa??dt.gn???ssqv
SF2 130

BZ167 A-AT. - 129

PH153 --.-S...C--- 128

PH136 - . - K- 128

TB132 .N-.E-...---- 128

BZ190
LAI
HXB2R
MN
JH31
JRCSF
JRFL
oyl
NY5CG
NL43
CDC41
HAN
CAM1
RF

D31
UG280
YU2
BCSG3C
P896
3202A12
3202A21
GAG46
MANC
GAG314
GAG22
GAG15
WEAU160

11-A-5
NOV 95

126

128

HIV1 GAG



HIV1 GAG

/<- nls ->/

CONSENSUS-C  GTeELrSL?NtVatLyCVH??levrDTKEaLDkieEEQNK?QQK??... quaka aD?.Gk......V 120
UG268 --D-----Y KG - ET- K- 123

SM145 F EK S---..
ZAM18 -----K--F---V--W---ED-T--------- RL---- S---TK
ZAM19 -----K--H-A--V-----KX-T------ X--R------- C
ZAM20 Y AG E
DJ259 Y AR--1Q
VI313 --K--1--H EK--1 K

CONSENSUS-D GseelkSL?NTVATLYCVHerIerdTKEAIeKmEEEquSKkK?’??...aQQatA..Dt.rn...SSQV 125
ELI -T---R--Y KG-D N--- 128

z2z6  -—-—-R-- F --A-..-A.G- ...N--- 129

NDK 125

VI205 129

G109 131

K31 128

uG274 128

uG270
SE365
VI203 128

CONSENSUS-F GSEELrSLyNTvavLYf\/HQrvakDTKEALdKLEEEQNKSqQK ...... tgQ?aA..dK.G....... \% 123
VI174 R

VI69
BZ162
VI325
BZ163B

CONSENSUS-G GTEE’>KSL°N°’>A7L’>C’>HerevKDTkEALeEVEKannSQQk ...... 7Qqa’>7 .e?.Gn...ssqV 110
LBV217 N\ VAVA VA I c - [ S— ..DK.-

VI191 VA y Iy (VA VS iq il NENSN .
TAIG X---- T--AS. K- omm 36
Jve3sl N — f--=-=-E......|l=—-AK..NE.~...-NP- 38

CONSENSUS-H GTEELQSLFNLLA”LYCVHQRID’7KDTKEAL7K°’)E7QN7’>Q°’7 ... TQQAT?..DK.??2...2?K? 106
V1525 | S-IE-V--NR-QK......----- A..--.EK...DK-V 128
VI557 T V- E-LK-A--KS-NR......----- G..--.GN...GN-I 128

CONSENSUS-O GS’)’?L’7SLWNAI'?VLWCVHNR’)'?I’?DTQQAIQKLKEV M?SRKS...A?AAKE.....?T..S...?RQ? 106
ANT70 Y -G D A--A 126
MVP51

CONSENSUS-A g')eEIkSLthvatLychqudkatKeAIdk|Eelquskqk??????tqqaaA .?T.gs?..sskv 126
AD_K124 -T--IR----A-- ..D-.-N... 128

AD_MAL .s-.|.__y

AD_CI32 -S---R--Y--|---W---R--EI
AD_G141 -G A-El
AG_VI354 S K-N _
AG_LBV105 -S---R------V/--L------ = S I———

BF_BZ200 -S---R--Y----V---A--K----ommmmeeee-E-D---K-

CONSENSUS-CPZ ?S????SLENT??VLWC?H??????DT??A???2?K??2??22?Q?7T2S?22?2?222G?2?2?222?222?2227?7? 61
CPZGAB G-EGLR-----LA----I-SDITVE--QK-LEQL-RHHGEQ-SK-E-NSGSRE-GASQGASASAGI... 136
CPZANT R-PEIl----- IC----V-KGEKIK--EQ-VKTV-MKVMQT-AE-G-SQTASR-MLLRLLLLNKQWCQRH 140

11-A-6
NOV 95



CONSENSUS-A
U455
BZ126B
BNG
VI59
VI310
VI57
K112
K88
K29

K7

K98
K89
VI32
VI415
Cl4
LBV23
TN243
TN245
TN240
CI20
CI59
LBV2310
ClI51
IC144
DJ258
CM238
UG266

CONSENSUS-B
SF2
BZ167
PH153
PH136
TB132
BZ190
LAI
HXB2R
MN
JH31
JRCSF
JRFL
[0)4
NY5CG
NL43
CDC41
HAN
CAM1
RF

D31
uG280
YU2
BCSG3C
P896
3202A12
3202A21
GAG46
MANC
GAG314
GAG22
GAG15
WEAU160

11-A-7
NOV 95

pl7 V p24
????SgNYPIVQNaqgQm?hQ?ISPrTLnAwWVKViEekaFspEVIPmMFsaLSEGATpQdLNmMMLNiVgGH
PV--A V-D V---- 190
V--Al V T---T--—-- 192
siimmmmm————— K---T--SM G 191
------------- IV--A---K----$---V. E 191
.-H V--S R 193
. 1--AV 194
I--N 194
I--T 194
T--S 194
R--I--N $ L V- 192
I--N V 194
IL-T 194
I--S T 194
I--Al 194
V--SI 192
I--A A T 194
V--P V---G-N 194
A--P V---G-N 194
A--P V---G-N 194
T--SM T 186
T--PM T 191
T--PM 191
T--SI A---R 189
T--PI 191
V--PM T 191
V--P V-K-G-N 194
J— T-R--TY-A $---V S V-E-- 191
....SgNYPIVQnIgGQMVHQaiSPRTLNAWVKVVEEKAFSPEVIPMFSALSEGAtPQDLNTMLNTVGGH
M [ 155
| 194
K L 194
M 194
A 194
| 194
| 194
IE 197
| 194
| 194
M 192
P A 194
194
194
| A 194
194
194
194
P 194
| 194
194
.-R | 194
| 194
194
L 194
. | PL 194
..-H S | 194
194
194
194
L | 194

HIV1 GAG

190

194



HIV1 GAG

CONSENSUS-C
UG268

SM145

ZAM18

ZAM19

ZAM20

DJ259

VI313

CONSENSUS-D
ELI
2276
NDK
VI205
G109
K31
uG274
uG270
SE365
VI203

CONSENSUS-F
VI174

VI69

BZ162

VI325

BZ163B

CONSENSUS-G
LBV217

VI191

TAIG

Jva3l

CONSENSUS-H
V1525

pl7 V p24
...SQNyPIVONLQGQMVHQaiSPRTLNAWVKVIEeKATSpe?IPMFTALSEGATPQDLNTMLNTVGGH 185
L V. 189
| 191
| G | 193
K ettt 163
-F L-QRI 191
F PL V 192
PM V. 192

...SQNYPIVQNLQGQMVHQaiSPRTLNAWVkKVIEEKaFSPEVIPMFSALSEGATPQDLNtMLNTVGGH 191
194

195
191
E T 195
L N--=--- A-mmmmmmmmeeeeees A--- 197
VM 194
T 194
A 194
L D T 194
L N 194
...SQNYPIVQNIQGQMVHQ?iISPRTLNAWVKVIEEKAFSPEVIPMFSALseGATPQDLNTMLNTVGGH 188
A 189
A 190
S 189
PL AD 190
S 190

...SQNYPIVQnaQGQmM?HQ?isPRTLNAWVKVVEEKaFSPEVIPMFSALSEGATPQDLNtmMINTVGGH 174
V--P 192

V--PLT I---N 191
Xl---Pl--A E— 101
A 104

W4

...SQNYPIVQNAQGQ?VHQAISPRTLNAWVKVVEEKAFSPEVIPMFSALSEGATPQDLNAMLN?VGGH 170
M 194

VI557 P I---- 194
CONSENSUS-0O ....2QNYPIV?NAQGQMVHQAISPRTLNAWVKAVEEKAFNPEIIPMFMALSEGA??YDINTMLNAIGGH 168
ANT70 ...G S IS 192
MVP51 ST VP 192
CONSENSUS-A  ????SgNYPIVQNagqgQm?hQ?ISPrTLnAWVKviEekaFspEVIPMFsaLSEGATpQALNmMMLNiIVgGH 190
AD_K124 I--S 194
AD_MAL I--Al 200
AD_CI32 L----V--A T T---T---- 196
AD_G141 V--Al 190
AG_VI354 V--AM G N--]----- K-- 194
AG_LBV105 SOQNV--------- V----V--PV----- D G-N 198
BF_Bz200 ...---—--—-L----V-- Al V T---T---- 194
CONSENSUS-CPZ ??????NYP???2?A?G???HQ???PRTLNAWVK?VEEK?F?PEVIPMFSALSEGA?P?D?NTMLNAVG~?H 107
CPZGAB ....SG---LVQN-Q-QMV--AIS V----A-S L-Q-V G- 202
CPZANT LSGEGR---1IVD-G-IAR--PLT C----N-N T-H-L D- 210
11-A-8

NOV 95



CONSENSUS-A  QAAMQMLKdtINeEAAewDr?HPVhAgPippgQMREPrGSDIAGITStigEqigwmTs...NPPiPVGI
U455 L v G.. 257

256

BZ126B GV smeE- 259
BNG Vv cmeE- 258
(Y= —— $--L—---R K R$--G... 256
VI310 V---Q---V. VB 260
VI57 L P 261
K112 L P 261
K88 L P 261
K29 261
K7 258
K98 261
K89 261
VI32 261
VI415 261
cl4 259
LBV23 261
TN243 261
TN245 261
TN240 261
CI20 v o V—E- 253
Cl59 V---Q N me-E- 258
LBV2310 Y, N e E- 258
CI51 T v eT-E- 256
IC144 Vv New-§eomeo, emmenE- 257
DJ258 v 258
CM238 E v N... 261
[Vlc 7 —— S o W S— V---VR$-...--E- 256
CONSENSUS-B  QAAMQMLKeTINEEAAewDRIHPVhAGPiaPGQMREPRGSDIAGITSTLQEQIgWmTn...NPPiPVGel
SF2 i 263
BZ167 D K- 262
PH153 261
PH136 v 261
TB132 I-H... 261
BZ190 261
LAI v 261
HXB2R v 261
MN T 264
JH31 AQ S... 261
JRCSF 261
JRFL 259
ovl 261
NY5CG H... 261
NL43 H... 261
cbCc41l S, - 261
HAN 261
CAM1 261
RF 261
D31 261
UG280 261
YU2 261
BCSG3C Q---V 261
P896 Q=--V. 261
3202A12 v 261
3202A21 H... 261
GAG46 D v 261
MANC v 261
GAG314 v S 261
GAG22 261
GAG15 v 261
WEAU160 Y N— 261

11-A-9
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HIV1 GAG

261



HIV1 GAG

CONSENSUS-C

QAAMQMLKDTINEEAAEWDRIHPVhAGPVAPGQMRePRGSDIAGTTSILQEQIaWMT?...NPPiPVGdI 251

UG268 N---S..-—E- 256
SM145 Q D S... 258
ZAM18 N----L (- 260
N L OO — N...o-Vemeee 197
ZAM20 : A..--V-—-E- 258
DJ259 [ N S... 259
VI313 Q [ N... 259
CONSENSUS-D  gAAMQMLKETIneEAAEWDRIHPVHAGPIAPGQMREPRGSDIAGTTSILQEQi?WMTs...NPPIPVgel 257
ELI yN— 261
7276 262
NDK D v 258
VI205 H [ 262
G109 264
K31 A 261
UG274 v 261
UG270 261
SE365 G--N... 261
VI203 G-... 261
CONSENSUS-F  QAAMQMLKDTINEEAAEWDRLHPVGAGPIPPGQIREPRGSDIAGTTSTLQEQIqQWMTs...NPPVPVGel 255
VI174 N... 256
VI69 H---N----M ielD- 257
BZ162 A 256
VI325 H M g p— 257
BZ163B 257
CONSENSUS-G  QAAMQMIKDTINeEAAEWDRIHP?QAGPIpPGQIR?PrGSDIAGTTSTLQEQIRWMTS...NPPIPVGel 239
LBV217 Q D 259
VI191 P E mee-D- 258
TAIG e S F— P--e-Ac--D 168
Jvesl D Q E-S 171
CONSENSUS-H  QAAMQ?LKDTINEEAAEWDR?HPVHAGPIPPGQMREPRGSDIAGTTSTLQEQIAWMT?...NP?IPVGDl 233
VI525 : L G..~-A--ien 261
VI557 M v; (SR - — 261
CONSENSUS-O  QGALQVLKEVINEEA?EWDRTHPP??GPLPPGQIREPTGSDIAGTTSTQQEQI?WTTR.??N??IPVGDI 229
ANT70 , PV He-o-..P-QP------ 260
MVP51 A AM [ ¢y, Ny - S— 260
CONSENSUS-A  QAAMQMLKdtINeEAAewDr?HPVhAgPippgQmREPIGSDIAGITStIgEqigwmTs...NPPiPVGdl 256
AD_K124 N L P 261
AD_MAL D---V 267
AD_CI32 v A A---N..----E- 263
S e —— D---T-me-A meeE- 257
IR/ 1< e —— [+~ Qenmen-S-| T GuK- 261
AG_LBV105 T-R (SN VA 265
BF_BZ200 E $--L A N..---E- 260
CONSENSUS-CPZ QGAMQVLKEVINEEAAEWDRLHPTHAGP???GQLREP?GSDIAGTTST?QEQ??W??22?2N?2?PVGD? 160
CPZGAB Yo L--IG-TTA...-PPI-—-V 269
CPZANT V[0 W——, S— V---MQ-MSTPQQ-GGV---| 280
11-A-10
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CONSENSUS-A
U455
BZ126B
BNG
VI59
VI310
VI57
K112
K88
K29

K7

K98
K89
VI32
VI415
Cl4
LBV23
TN243
TN245
TN240
CI20
CI59
LBV2310
ClI51
IC144
DJ258
CM238
UG266

CONSENSUS-B
SF2
BZ167
PH153
PH136
TB132
BZ190
LAI
HXB2R
MN
JH31
JRCSF
JRFL
()4
NY5CG
NL43
CDC41
HAN
CAM1
RF

D31
uG280
YU2
BCSG3C
P896
3202A12
3202A21
GAG46
MANC
GAG314
GAG22
GAG15
WEAU160

/<
YkrwliLGLNKIVRMY SPvSILDirQgPKEPFrdYVdrFfKtLRAegAtQeVKnwMTeTLLVQNANPDCK
D

MHR

->/

@)

> >

oL

<<=

©

(@]

Y
NN S—— E----KE---K

D--$

327

331
324

YKRWIIIGLNKIVRMYSPtSILDIrQGPKEpFRDYVDRFYKTLRAEQAsQeVKNwmTETILVgNaNPDCK
D

[wASA v

<(D(n

W)

~

O
M

S

(0]
(0]

(0]

lw)

-A-11
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333
332
331
331
331
331
331
331
334
331

HIV1 GAG

331



HIV1 GAG

/<- MHR ->/
CONSENSUS-C YKRWIILGLNKIVRMYSPVSILDIKQGPKEPFRDYVDRFFKTLRAEQAtQDVKNWMTATLLVQNANPDCK 321
uG268 326
SM145 328
ZAM18 E 330
ZAM19 R E 267
ZAM20 R 328
DJ259 R S 329
VI313 329
CONSENSUS-D YKrWIIGLNKIVIMYSPVSILDIRQGPKePFRDYVDRFYKTLRAEQASQdVKNWMTETLLVQNANPDCk 327
ELI -l V 331
2276 E--G 332
NDK 328
VI205 K K 332
G109 --K---M 334
K31 331
UG274 R 331
uG270 331
SE365 T-E 331
V1203 T-E 331
CONSENSUS-F YKRWIILGLNKIVRMYSPVSILDIrQGPKEpFRDYVDRFFKTLRAEQATQEVKgWMTDTLLVQNANPDCk 325
VI174 326
VI69 E | 327
BZ162 326
V1325 K----- S N 327
BZ163B Q 327
CONSENSUS-G YKRWIILGLNKIVRMYSPVSILDIRQGPKEPFRDYVDRFFKTLRAEQATQ?VK?WMTDTLLVQNANPDCK 307
LBV217 D--N 329
VI191 E--G 328
TAIG e 186
Jv83l 199
CONSENSUS-H YKRWIILGLNKIVRMYSPVSILDI?QGPKEPFRDYVDRFFK?LRAEQATQ?VK?WMTDTLLVQNANPDCK 299
V1525 K T --N 331
VI557 R A E--G 331
CONSENSUS-O YRKWIVLGLNKMVKMYSPVSILDI?QGPKEPFRDYVDRFYKTLRAEQATQEVKNWMTETLLVQN?NPDCK 297
ANT70 K A----- 330
MVP51 R S----- 330
CONSENSUS-A YkrwliLGLNKIVRMYSPVSILDirQgPKEPFrdYVdrFfKiLRAegAtQeVKNnwMTeTLLVQNANPDCK 326
AD_K124 K G 331
AD_MAL 337
AD_CI32 Y S 333
AD_G141 327
AG_VI354 --K$ E--N K $ 329
AG_LBV105 K D D 335
BF_BZ200 --$ T Y S 329
CONSENSUS-CPZ Y?RW?I?GLNKVVR?Y?PVSIL?I1?QGPKEPFRDYVDRFYKT?RAEQASQ?VK?WMT?TLL?QNANPDCK 218
CPZGAB -R--V-L-------M-C----- D-R---------mm - L------- E--N---D---V-------- 339
CPZANT -K--1-M------- X-S----- o N |-=-mm-- P--A---E---]-------- 350

11-A-12
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HIV1 GAG

Zn-motif
p24 \/ V p2’ V' p7 I<-
CONSENSUS-A  slLraLg?gAtLeEMMTacQgVggPgHKArVLAEAMSQV...q???7n??2.iIMmQrGnf.rggkr?iKCFN 384
U455 P Q.TS...--- --PR-.----- 388
BZ126B P ...-N. . - =S 392
BNG e T ..-Q. . 389
VI59 ---KR-RVR--------mnmm oo K-----I---...-Q.TS.. . . 387
VI310 . ] e S--eef-mmee A...-H.T-. . 391
VI57 T S 392
K112 ---G--T | 392
K88 e T 392
K29 e A S 392
K7 ---K---T S---K 388
K98 --K---T 392
K8 e T 392
VI32 P 392
V1415 T----- T 392
Cl4 T 390
LBV23 T------ A 392
TN243 ---K---T S 392
TN245 ---K---S S 392
TN240 ---K---T S 392
CI20 P 384
CI59 P 388
LBV2310 PA 389
CI51 P S 387
1C144 T------ P 388
DJ258 P S ..-Q.S-... 389
CM238 ---K---T S ..-Q.AS... . - 392
uG266 - RPK----------- R-R--S---Q--------- ..-Q.TS... Kemmm e 385

CONSENSUS-B TILKALGPaATLEEMMtACQGVGGPgHKARVLAEAMSQV...tn?s.at?iMmQrGnf.rngrKtvK CFN 394
SF2 o=.P-N. . 396

BZ167
PH153
PH136
TB132
BZ190
LAI
HXB2R
MN
JH31
JRCSF
JRFL
ovI
NY5CG
NL43
CDC41
HAN
CAM1
RF S----
D31
uG280
YU2
BCSG3C
P896
3202A12
3202A21
GAG46
MANC S----I
GAG314
GAG22
GAG15
WEAU160 G----D

396
394

394

394
394
394
394
397
394

wn

@

o

o?
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HIV1 GAG

Zn-motif

p24 \/ V p2’ V' p7 I<-
CONSENSUS-C TILRALGPgAsLEEMMTACQGVGGPsHKARVLAEAMSQa .nn.?2n...imMQrsNF.KGpkrivKk CFN 382
UG268 G .
SM145 A
ZAM18 A-T
ZAM19 A-T
ZAM20 T
DJ259
VI313 G
CONSENSUS-D tILKALGP°ATLeEMMTACQgVGgPsHKARVLAEAMSQa .tn.snta.imMQrgNF.KGprkiiKCFN 390
ELI Q 39
2276 Q
NDK Q G
VI205 Q---K E
G109 A
K31 G G
uG274 G
uG270 A
SE365 N G E
VI203 G
CONSENSUS-F TILKAIGPGAtLEEMMTACQGVGGPGHKARvLAEaMSQa .TN.??a?.ImMQksNF.KGQRrivKCFN 386
VI174 - TA-A. . 390
vies - M-mmmmmm o T - A el e 389
BZ162 B I R 388
VI325 B ] EERE A VSN E TT.----RG--.----K-|---- 389
BZ163B = - 338
CONSENSUS-G TIL’)ALGPGATLEEMMTACQGVGGP”HKARVLAEAMSQA .SG.?A?A.?MMQK??F.KGP???IKCF? 360
LBV217 ---K --.T-T-.I----GN-.---RKN----D 393
VI191 --R G. .oem=.V-A- M----SG-.---KRT----N 392
CONSENSUS-H ?IL?ALG?GASIEEMMTACQGVGGP?HKA?VLAEAMSQV?..TN.??A?.?MMQKGNF.KGQRRI?KCFN 353
V1525 N--K---T S---R oo TH-AL - Smmee- V---- 395
VI557 T--R---Q G---K N..--...-V.M--m- Jmmeen I---- 394
CONSENSUS-O QILK’?LGP’)ATLEEM MVACQGVGGPTHKA’”LAEAMA’?AQQDLKGGYTA VFMQRGQN.P?RKG?IKCFN 358
ANT70 ----S--- G- RV----e-Tmm oo oo - =T 398
MVP51 ----A---E Kl------ S . Ne--Peev 398
CONSENSUS-A sILraLg?gAtLeEMMTacQngngHKArvLAEAquv .q???n??. |MmQanf rggkr?iKCFN 384
AD_K124 - A ... TNNI-AA.V------- .K-P-Kl-----
AD_MAL T--K---P S 400
AD_CI32 ---K---P 395
AD_G141 Temmeen P 388
AG_VI354 T---G--A----K E--E 390
AG_LBV105 T------ P--S K-l 397
BF_BZ200 T--K---PA------- B $-.. TN.S.AA --cmee - -N-RKTV---- 391
CONSENSUS-CPZ ?ILKALG?GA?LEEM?TACQGVGGP?HKARVLAEAM?????.2Q.????.VF?Q?G?G??G?KR??KCFN 262
CPZGAB Q P--T---- M S SMVQ..N-.GRAD.--F-K-Q-.A-P--K|---- 404
CPZANT H------ T--S----L=mmmeee- A-mmnmeeee- ASANN.A-..GTA.--L-R-N-NR-G--PL---- 416

II-A-14
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HIV1 GAG

pol cds ->
Zn-motif ->/ /<-Zn-motif ->/ p7 V pl’ \/ p6
CONSENSUS-A CGKEGHIArNCrAPrKkGCwKCgkEGHQMKACT.?e.rQANFIgkiwpSsKG.RPgNFpQsRp....... 443
U455 K N-- - 447
BZ126B H--.-----L-N--....... 451
BNG K----R S . N 448
VI59 $--R mmm———— 445
VI310 N T--. N-L....... 450
VI57 - s 451
K112 R Jmmnn N-L....... 451
K88 .-.G . N-L....... 451
K29 ..D. L~-mme . N-L....... 451
K7 e $--R-----L- s m e RR-$----- - 445
K98 R------- e, 451
K89 E--..-. R------- . N-L....... 451
VI32 N-. N-- - 452
V1415 S 451
Cl4 e 449
LBV23 immm—————— 451
TN243 R N-- - 451
TN245 -R N-- - 451
TN240 -R N-smmmmemeeee 451
Cl20 K----R - . peeee 443
CI59 K----R . 447
LBV2310 K----R mmm—————— 448
CI51
1C144
DJ258
CM238
UG266
CONSENSUS-B  CGKeGHIAKNCrAPRkkGCWKCGKEGHQmkdCt.?e?RQANFLGKIWpShKG.RpgNFIQsRp?????7?? 453
SF2 R--R N 455
BZ167 S..-. Yo 455
PH153 R--K. R m————— 453
PH136 R mmm———. 453
TB132 R pmm————— 453
BZ190 S..-. mm———— 453
LAI R Y-- EPTAPPF 460
HXB2R - T-R - Yo 453
MN R e C--.-.R--P---T....... 455
JH3T - L-R N..-. S-- - 453
JRCSF R E--..-. Yo 453
JRFL R - Yo 451
()1 R . N--....... 452
NY5CG s 453
NL43 s amm—— 453
CDC41 R--K R e, 453
HAN R e 453
CAM1 ---V N..-. Jmmm———e 453
RF -V .N-G 455
D31 R Y--. 453
UG280 ---V N.N-. Yo 454
YU2 R e T 453
BCSG3C R--K----R === P---L....... 453
P896 i 453
3202A12 R . pereen 453
3202A21 R e, 453
GAG46 R immm—————— 453
MANC R mmm———— 453
GAG314 - L l-=m-..-. Tl mmmmmee e 454
GAG22 - L-R--=---- R------ Q------ E-P..G.------m-eeeneee (mm———- N--....... 452
GAG15 R I#---..-. Se-i— 452
WEAU160 R Q S-Q--.--—--P---L....... 453
II-A-15
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HIV1 GAG

pol cds ->

Zn-motif ->/ /<-Zn-motif ->/ p7 V pl’ \/ p6
CONSENSUS-C CGKEGHIArnCRAPRKKGCWKCG?EGHQMKDCT..E.RQANFLGKIWPS?KG.RPGNFLQSRP??????? 439
uG268 @ - L f PN-- - 447
SM145 K R H--. N--EPTAPPA 456
ZAM18 K K S H--. EPTAP.. 456
ZAM19 Kl X H-m e 388
ZAM20 R Q--. N--EPTAPPA 456
DJ259 e L R S 450
AV Ec T T — L K - A Z— N--....... 450
CONSENSUS-D CGkEGH|AkNCrAPrkkGkaCGkEGHQmKdCT .e.RQANFLGKIWPShKG.rPGNFIQSRp....... 449
ELI R Lo--..m. Rememmm memmmemen 454
2276 R L=---..-. mm——— 455
NDK e T R e 451
VI205 - K----mm-- R----[---- - - L--mmme 455
G109 --R R S N--mmmmeeeee L 457
K31 e L R R RL---R--.G-------—-....... 453
UG274 E--..-. . Leees 454
uG270 e [— S S S 453
SE365 R--K Q .G. IS Yp— N 454
VI203 e L o e, 454
CONSENSUS-F CerGHlAknCRAPRKKGCWKCGrEGHQMKDCT .E.rQANFLGKIWPSNKG.rPGNFLQSRP....... 445
VI1l74 R e SR 449
vies 0 V- e . peee 448
BZ162 --T .-G H--. 447
VI325 --R-=---- H K S Koo 448
CONSENSUS-G CGKEGHLARNCRAPRK”GCWKCG”EGHQMKDCT E. RQANFLG’)IWPSHKG RPGNFLQ?R?....... 414
LBVvV217 R-m-meeKemmmmeen o mmememe K em e e N-P....... 452
VI191 K------ R R ——————— . I-T....... 451
CONSENSUS-H CGKEGH'?ARNCRAPRKKGCWKCG9EGHQ’7KDCT E.RQANFLGKIW???KG.RPGNFLQSRP....... 406
VI525 | R----M----..-. PSS--.----m-—- L 454
VIS57 e S—— [\ —— 1] =] 453
CONSENSUS-O CGKEGHIA”NCRAPRK”GCWKCGQEGHQMKDC” .NG?QANFLGKYWPPGGT.RPGNYVQ???....... 411
ANT70 R K R..--K RPA....... 458
MVP51 K R K..--R . KQV....... 458
CONSENSUS-A CGkEGHIArNCrAPrKkGCWKCngGHQmKdCT ?e.rQANFIgkiwpSsKG.RPgNFpQsRp....... 443
AD_K124 455
AD_MAL s . 459
AD_CI32 - I-K | immm————es 454
AD_G141 N-- - 447
AG_VI354 K I-N--..K. N--.-----L-N--....... 449
AG_LBV105 semimemmmmmemmmen eeee L---T....... 456
BF_Bz200 = --—---- I-K R N-- -—=-L-N--....... 450
CONSENSUS-CPZ CGKEGH?ARNCKAPRRKGCWRCGQEGHQ?K?C???????VNFLGK??P???G?RPGNFVQ???7?7..... 306
CPZzGAB - L=mmmmmmememe oo eee M-D-T..G.RQ------ GW-SRS-.------- NRT....... 463
CPZANT - g L-N-PATNTGK------ PT-TWW-C------- KEEVV..... 481

II-A-16
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vpr binding

I<-->/

CONSENSUS-A ... EPtAPpAE ........ ?f?gmgeeit.s?...
U455 e I-.----KM-.-P....A---L--...
S-.RFE##T--A....
BNG e N P.PS....
IL.RIRK-M-.-P...
..S-.----D--.-S....

Bz126B ...

VI59
VI310
VI57
K112
K88
K29

K7

K98
K89
VI32
VI415
Cl4
LBV23
TN243
TN245
TN240
CI20
CI59
LBV2310
ClI51
1C144
DJ258
CM238
UG266

CONSENSUS-B
SF2
BZ167
PH153
PH136
TB132
BZ190
LAI
HXB2R
MN
JH31
JRCSF
JRFL
(0)4]
NY5CG
NL43
CDC41
HAN
CAM1

3202A12
3202A21
GAG46
MANC

RQ

\/' (minor)
pkqeqkd .?2?7ke??ppl?sIKSIFGNDpIS 484
---------- 492

vpr binding
(minor) V /<- ->/

RH#.. $FP#-- 483
Jc]I\ 20K, S— $ 492

Y-

477

R-HP---V---- 488
- RGQG-—V 489
...R-QT--Sl---

sf rfgeetttps’”’??qkqepld ’>keIY’>pIaersLFGnDPsS 499

497
498
499

499

499
498
499

500

GAG314

GAG22
GAG15
WEAU160

-A-17
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462

462
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HIV1 GAG

p6 terminus
(80%) /
vpr binding vpr binding
[<-->/ V' (minor) (minor) V I<- >/
CONSENSUS-C 7’7'7’7'79'7ePtAppAE’??’7'7’>'7’>SF rF.EetT. pa kaEpkd?????e’>’>’>PLtstSLFGNDPx 479
UG268 488
SM145 495
ZAM18 492
ZAM19 429
ZAM20 496
DJ259 488
VI313 484
CONSENSUS-D SF GFGEgeit.Ps... qKQEqu’V)”’?kEIy PlasLkSLFGNDPIs 494
ELI
7276 500
NDK 496
V1205 492
G109 498
K31 490
uG274 491
UG270 490
SE365 491
V1203 490
CONSENSUS-F sF GF?EEIt.PS....PkQEQKd....eglypPLaSLKS 482
VI174 G 487
V169 486
BZ162 . 485
VI325 KEQGS——T———— 486
CONSENSUS-G ... EP?APPAE.......?°?.?2??EEI?.?S....PKQEP??...KELY?PL?SLKS 440
LBv217 - S SL.GFG--A.P-....omemmvvvomem o T---- 487
vIizor - 3 TS o-RD....<-P=-V--- 484
CONSENSUS-H ... EPTAPPAE....... SF.GFGEEMT.P?....PKQE??D....?E..?PL?SLKS 436
VI525 e e ~S...-—-PR-....K-..P--A---- 490
VI557 - \mmmmen ~P...--RK-....A-.S--T---- 489
CONSENSUS-O ... ?PSAPPME............. E?VK.?Q....ENQ?QKG..???ELY.PFASLKSLFGTDQ$ 444
ANT70 H woo—E--..GP 498
MVP51 ---S--- .DQE 498
CONSENSUS-A ... EPtAPpAE.......7 ?f?gmgeeit.s?... pkqeqkd ’)’?ke’)’?ppl’)sIKSIFGNDpIS 484
AD_K124 S-.-F-----.PS....Q---P--....--LY .--A-V-- 492
AD_MAL ..S—.—F————K.PS....Q —————— ....——LY.——A ————————— Q-- 504
AD_CI32 .S-.--E---A.-S....---PG-....-GLY---A---- 492
AD_G141 S-.-F-----.PS....Q----- ..KD--LY .--A---- 486
AG_VI354 S--F--A.PS...-RP-PRE....-RY.~-T-- 486
AG_LBV105 S--F---V-.PS....- A, . 494
BF_BZ200 S-.-F---M-.PS....------- EGLY--A-R- 488
CONSENSUS-CPZ ....... EPTAPPIE ....... ?Y.?’?QEE?K.?’?....?K’??’???....??L?PP??SLKSLFG?D’??S 332
CPZGAB 507
CPZANT 522

II-A-18
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p6 terminus
! (80%)
CONSENSUS-A Q
U455 -

CONSENSUS-B a$
SF2 -
LAl -
HXB2R -
MN -
JH31 P
JRCSF -
JRFL -
oYl -
NY5CG -
NL43 -
CDC41 -
HAN -
CAM1 -
RF -
D31 -
YU2 -
BCSG3C -
P896 --
3202A12 --
3202A21 -
GAG46 -
MANC -
GAG314 -
WEAU160 --

l1-A-19
NOV 95

485
493

500
502
512
500
506
500
504
498
499
500
500
500
499
500
501
500
500
500
500
500
500
500
500
501
500

HIV1 GAG



HIV1 GAG

CONSENSUS-D
ELI -
7276 -
NDK

CONSENSUS-A
AD_MAL

CONSENSUS-CPZ
CPZGAB

Q

Q

Q

I1-A-20
NOV 95

495
500
501
497

485
505

333
508



HIV1 GAG CONSENSUS

pl7 -> /<- nls ->/

/<- membrane binding ->/
CONSENSUS-A mGARaSvLsggkLDawekIrLRPgGkKkYrIKHvaAsreLerFaLnPsILeTaegcqqlmeQIqsaIkT 70
CONSENSUS-B i V--g----S---R--Ig---ps-q- 70
CONSENSUS-C i-r----- ? h-Mi g----S---k--ik---P--Q- 69
CONSENSUS-D ? P-—-i G----s---k--ig---P-ig- 68
CONSENSUS-F i--g----s---rk-1g---pS-Q- 70
CONSENSUS-G ? ?--? I ??7---P?-Q- 63
CONSENSUS-H ? ? ?--2-2---L-2|----P---- 64
CONSENSUS-O ~ ---?----T-S------?---7--S--? ?-C--? ?E?LLQ--EP---- 62
CONSENSUS-CPZ ---?----?-2---2--2?------?2-2-M?------ ??--2---2222-2-22---2K???--2P?2?? 42

/<- nls ->/
CONSENSUS-A g’>eEIkSLthvatLychqudkatKeAIdklEelquskqk??????tqqaaA .?T.gs?..sskv 126
CONSENSUS-B  -S---r=-y---m-mmmmmmeo@emmmmmmmeo e B oo k-......a-----??d-.-n- ’P’)--q- 128
CONSENSUS-C ~ -T---r--? ??-e-r ---?Q----....-—-k-.aD?.-k...... 120
CONSENSUS-D -S---es Pemmmme €--@-------- e- m--E ----- K----... 125
CONSENSUS-F 123
CONSENSUS-G 27 --g- 110
CONSENSUS-H -T---Q----LL <P Pemmen- ?-27- '?--’)'7Q’7'7 womT2..DK.27...22-7 106
CONSENSUS-O  -S??-?--W-AI?V-W---N-?2?|?--QQ-1Q-LK-V.M?-RKS...A- AAKE........ ..7?RQ? 106
CONSENSUS-CPZ ?S??2?7?-----2?2V-W-?-2222?72--22-22?27K??2?2?2?2?2Q?7?T- -S---222G2222-2222-222272 61
pl7 V p24
CONSENSUS-A ’>’?’?’7SqNYPIVQNaqng’)hQ’>ISPrTLnAWVKV|EekanpEVIPmFsaLSEGATdeLNmMLN|VgGH 190
CONSENSUS-B . T---T---- 194
CONSENSUS-C ?----T T---T---- 185
CONSENSUS-D t---T---- 191
CONSENSUS-F Vo--i T---T---- 188
CONSENSUS-G i % t---T---- 174
CONSENSUS-H ?2V--Al A---?---- 170
CONSENSUS-O  ....2------ Peeme- V--Al---------- AV-----N--|----M------ 2?Y-I-T---Al--- 168
CONSENSUS-CPZ ----?2?---2222-2-22----2?-------- PVem -2 22222 T A= 2- 107
CONSENSUS-A QAAMQMLKdtINeEAAeWDr’)HPVhAgP|pngmREPrGSDIAGtTStIqqugmes .NPPiPVGdI 256
CONSENSUS-B a e 261
CONSENSUS-C ! VA a ?... 251
CONSENSUS-D E | A P e 257
CONSENSUS-F L---q i ---V---e- 255
CONSENSUS-G 1--?2Q I-? e 239
CONSENSUS-H =~ ----- ? [, — 233
CONSENSUS-O  -G-L-V--EV-----2----T--P??--L----[---T----------Q---- ?-T-R.??2-?2?----- 229
CONSENSUS-CPZ -G---V--EV---------- L--T----22?--L---?-------—- ?---22-02020°-207----2 160
/<- MHR ->/
CONSENSUS-A YkrwllLGLNKIVRMYSPvSILDlngPKEPFrdYVdrFfKtLRAquthVanMTeTLLvQNANPDCK 326
CONSENSUS-B t 331
CONSENSUS-C I D d 321
CONSENSUS-D Y s-d 327
CONSENSUS-F g---D 325
CONSENSUS-G ?--?-=-D-memeeee- 307
CONSENSUS-H ? ? ?--?---D 299
CONSENSUS-O  -RK--V-----M-K ? Y P-ne- 297
CONSENSUS-CPZ -?--2-2----V/=-2-2=====2-Pmcmmmmeee Y == P e G- P Do P P 218
Zn-motif
p24 \V V 'p2’ V' p7 I<-
CONSENSUS-A sILraLg’)gAtLeEMMTacQngngHKArvLAEAquv .q??77n??. |MmQanf rggkr?iKCFN 384
CONSENSUS-B  T--K---Pa: ..tn-s.at?--------.- ~n-rKtv---- 394
CONSENSUS-C T------ P--s S a...nn.--... ----- s K- -p--iv---- 382
CONSENSUS-D  t--K---P? S a...tn.s-ta.-------- .K-prki----- 390
CONSENSUS-F  T--K---P a...TN.-?a-.----ks--.K--R-iv---- 386
CONSENSUS-G ~ T--?---P ? A...SG.-A-A.?---K??- K-P??-----7 360
CONSENSUS-H =~ ?2--2------ Sl ?---2 ?..TN.-?A-.2---K--- K--R-1?---- 353
CONSENSUS-O  Q--K?--P?------- Venmeeee T---2?-----A?AQQDLKGGYTA.VF----QN.P?R-G------ 358
CONSENSUS-CPZ ?--K------ s Y ??2??2.2Q.-?-- VF?-?2-2G??-?---?---- 262
pol cds ->

Zn-motif ->/ /<-Zn-motif ->/ p7 \ pl’ V p6

CONSENSUS-A CGkEGHIArNCrAPrKkGCWKCngGHQmKdCT ?e.rQANFIgkiwpSsKG.RPgNFpQsRp....... 443

CONSENSUS-B
CONSENSUS-C
CONSENSUS-D
CONSENSUS-F
CONSENSUS-G
CONSENSUS-H
CONSENSUS-O

CONSENSUS-CPZ ------’7----K---R----RQ--Q----’> P22DPIN 22222222072

-2 ho-oe-l----2222227 453
y I L---2?222727 439
- P 449
- [ Y— [ 445
S S N X S 414
S T T & L S [ 406

2. .NG’> ------- Y--PGGT.—-YV-222...... 411

306

I-A-21
NOV 95



HIV1 GAG CONSENSUS

minus

CONSENSUS-A
CONSENSUS-B
CONSENSUS-C
CONSENSUS-D
CONSENSUS-F
CONSENSUS-G
CONSENSUS-H
CONSENSUS-O
CONSENSUS-CPZ

vpr binding vpr binding
I<-->/ \/' (minor) (minor) V I<- >/ / (80%)
....... EPtAPPAE.......?f?gmgeeit.s?....pkgegkd..??ke??ppl?sIKSIFGNDpISQ 485
?2?..2?2?----- €-....... s-.If---t-tps????2q---pi-...---IY ?--a--r------- s--$ 500
-------- ???????S-.rF.-t-.pa....----p--??--2---?--t----------X 479
.S-.-F-----Ps....q------ ??----ly.--a------m - 495
S-.-F?----.PS....------- ...egly---a---- 482
em2.2?22---2.2S P22 LY 2 440
....... S--F---M-.P-....----?22-...2-..?- - 436
e ?-S---M- -?VK.?Q....EN-?--G..--?-LY .-FA------- T-Q$ 444
............. Il 22Q--2K.2-....2-22222....22L---?--—---2-27-- 333
11-A-22

NOV 95

p6 ter-



